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• ;. Sequence- Range: 1 to 833 



10 20 30 40 50 

GGATCCTGGGCGCCGCCAGGTTCTGTGGACAATCACAATGGGAATCCAAG 
CCTAGGACCCGCGGCGGTCCAAGACACCTGTTAGTGTTACCCTTAGGTTC 

M G I Q> 



> 



M G I Q> 

> 



60 70 80 90 100 

GAGGGTCTGTCCTGTTCGGGCTGCTGCTCGTCCTAGCTGTCTTCTGCCAT 
CTCCCAGACAGGACAAGCCCGACGACGAGCAGGATCGACAGAAGACGGTA 
GGSVLFGLLLVLAVFCH> 

TRANSLATION OF PIGCCBAM/RIMP [ A] > 

GGSVLFGLLLVLAVFCH> 
> 

110 120 130 140 150 

TCAGGTCATAGCCTGCATATGCACGTGGCCCAGCCTGCAGTGGTGCTGGC 
AGTCCAGTATCGGACGTATACGTGCACCGGGTCGGACGTCACCACGACCG 

SGHSLHMHVAQPAVVLA> 
^TRANSLATION OF PIGCCBAM/RIMP [ A] ^> 

SGHSLHMHVAQPAVVLA> 



160 170 180 190 200 

CAACAGCCGGGGTGTTGCCAGCTTTGTGTGTGAGTATGGGTCTGCAGGCA 
GTTGTCGGCCCCACAACGGTCGA-AACACACACTCATACCCAGACGTCCGT 
NSRGVASFVCEYGSAO 

TRANSLATION OF PIGCCBAM/RIMP [ A] > 

NSRGVASFVCEYGSAO 
> 

210 220 230. 240 250 

AAGCTGCCGAGGTCCGGGTGACAGTGCTGCGGCGGGCCGGCAGCCAGATG 
TTCGACGGCTCCAGGCCCACTGTCACGACGCCGCCCGGCCGTCGGTCTAC 
KAAEVRVTVLRRAGSQM> 

TRANSLATION OF PIGCCBAM/RIMP [ A] > 

KAAEVRVTVLRRAGSQM> 
. > 

260 270 280 290 300 
ACTGAAGTCTGTGCCGCGACATATACTGTGGAGGATGAGTTGACCTTCCT 
TGACTTCAGACACGGCGCTGTATATGACACCTCCTACTCAACTGGAAGGA 
TEVCAATYTVEDELT FL> 
TRANSLATION OF PIGCCBAM/RIMP [ A] > 



TEVCAATYTVEDELTFL> 

> 



310 320 330 340 350 

TGATGACTCTACATGCACTGGCACCTCCACCGAAAACAAAGTGAACCTCA 
ACTACTGAGATGTACGTGACCGTGGAGGTGGCTTTTGTTTCACTTGGAGT 

DDSTCTGTSTENKVNL> 
TRANSLATION OF PIGCCBAM/RIMP [ A] > 

DDSTCTGTSTENKVNL> 



360 370 380 390 400 

CCATCCAAGGGCTGAGAGCCGTGGACACTGGGCTCTACATCTGCAAGGTG 
GGTAGGTTCCCGACTCTCGGCACCTGTGACCCGAGATGTAGACGTTCCAC 
TIQGLRAVDTGLYICKV> 

TRANSLATION OF PIGCCBAM/RIMP [ A] > 

TIQGLRAVDTGLYICKV> 



410 420 430 440 450 

GAGCTCCTGTACCCACCACCCTACTATGTGGGTATGGGCAACGGGACCCA 
CTCGAGGACATGGGTGGTGGGATGATACACCCATACCCGTTGCCCTGGGT 

ELLYPPPYYVGMGNGTQ> 
TRANSLATION OF PIGCCBAM/RIMP [ A] > 

ELLYPPPYYVGMGNGTQ> 



460 470 480 490 500 

GATTTATGTCATTGATCCAGAACCATGCCCAGATTCTGATTTCGGTGGCG 
CTAAATACAGTAACTAGGTCTTGGTACGGGTCTAAGACTAAAGCCACCGC 

IYVIDPEPCPDSDFG-G> 
_^ ^TRANSLATION OF PIGCCBAM/RIMP [ A] > 

lYVIDPEPCPDSDFGO 



510 520 530 540 550 

GTGGCGGTGGCATGCAGTGCTACAACTGTCCTAACCCAACTGCTGACTGC 
CACCGCCACCGTACGTCACGATGTTGACAGGATTGGGTTGACGACTGACG 
GGGGMQCYNCPNPTADO 

TRANSLATION OF PIGCCBAM/RIMP [ A] > 

GGGGM-QCYNC PN PTA DO 



560 570 580 590 600 

AAAACAGCCGTCAATTGTTCATCTGATTTTGATGCGTGTCTCATTACCAA 
TTTTGTCGGCAGTTAACAAGTAGACTAAAACTACGCACAGAGTAATGGTT 
KTAVNCSSDFDACLITK> 



TRANSLATION OF PIGCCBAM/RIMP [ A] > 

KTAVNCSSDFDACLITK> 



610 620 630 640 650 

AGCTGGGTTACAAGTGTATAACAAGTGTTGGSAGTTTGAGCATTGCAATT 
TCGACCCAATGTTCACATATTGTTCACAACCTTCAAACTCGTAACGTTAA 

AGLQ VYNKCWKFEHCN> 
TRANSLATION OF PIGCCBAM/RIMP [ A] > 

AGLQVYNKCWKFEHCN> 



660 670 680 690 ' 700 

TCAACGACGTCACAACCCGCTTGAGGGAAAATGAGCTAACGTACTACTGC 
AGTTGCTGCAGTGTTGGGCGAACTCCCTTTTACTCGATTGCATGATGACG 
FNDVTTRLRENELTYYO 

^TRANSLATION OF PIGCCBAM/RIMP [ A] > 

FNDVTTRLRENELTYYO 



710 720 730 740 750 

TGCAAGAAGGACCTGTGTAACTTTAACGAACAGCTTGAAAATGGTGGGAC 
ACGTTCTTCCTGGACACATTGAAATTGCTTGTCGAACTTTTACCACCCTG 

CKKDLCN FNEQLENGGT> 
TRANSLATION OF PIGCCBAM/RIMP [ A] ^> 

CKKDLCNFNEQLENGGT> 



760 770 780 790 300 

ATCCTTATCAGAGAAAACAGTTCTTCTGCTGGTGACTCCATTTCTGGCAG 
TAGGAATAGTCTCTTTTGTCAAGAAGACGACCACTGAGGTAAAGACCGTC 

SLSEKTVLLLVTPFLA> 
TRANSLATION OF PIGCCBAM/RIMP [ A] : 

SLSEKTVLLLVTPFL?> 



810 820 830 

CAGCCTGGAGCCTTCATCCCTAAGTCGGAATTC 
GTCGGACCTCGGAAGTAGGGATTCAGCCTTAAG 
AAWSLHP*> 

TRANSLATION OF P ^> 

AAWSLHP*> 

> 



Range: 1 to 262 



10 



20 



30 



40 



MG I QGGSVLFGLLLVLAVFCHSGHSLHMHVAQ PA VVLAN S RG VAS F' 'C E Y 

60 70 80 90 IjO 

GSAGKAAEVRVTVLRRAGSQMTEVCAATYTVEDELTFLDDSTCTGTSTEN 

110 120 130 140 150 

KVNLTIQGLRAVDTGLYICKVELLYPPPYYVGMGNGTQI YVI DPE PC T D3 

160 170 • 180 190 200 

DFGGGGGGMQCYNCPNPTADCKTAVNCSSDFDACLITKAGLQVYNKCWKF 

210 220 230 240 250 

EHCNFNDVTTRLRENELTYYCCKKDLCNFNEQLENGGTSLSEKTVLLL7T 

260 

PFLAAAWSLHP* 




' Sequence' Range: 1 to 830 

10 20 30 40 50 

GGATCCTGGGCGCCGCAGGTTCTGTGGACAATCACAATGGGAATCCAAGG 
CCTAGGACCCGCGGCGTCCAAGACACCTGTTAGTGTTACCCTTAGGTTCC 

M G I Q G> 



60 70 80 90 100 

AGGGTCTGTCCTGTTCGGGCTGCTGCTCGTCCTGGCTGTCTTCTGCCATT 
TCCCAGACAGGACAAGCCCGACGACGAGCAGGACCGACAGAAGACGGTAA 

G*SVLFGLLLVLAVFCH> 
TRANSLATION OF HUCCBAM/RIMP [ A] > 



110 120 130 140 150 
CAGGTCATAGCCTGCAGATGCACGTGGCCCAGCCTGCTGTGGTACTGGCC 
GTCCAGTATCGGACGTCTACGTGCACCGGGTCGGACGACACCATGACCGG 
SGHSLQMHVAQPAVVLA> 
TRANSLATION OF HUCCBAM/RIMP [ A] > 



ni 160 170 180 190 200 

iU . AGCAGCCGAGGCATCGCCAGCTTTGTGTGTGAGTATGCATCTCCAGGCAA 
ry TCGTCGGCTCCGTAGCGGTCGAAACACACACTCATACGTAGAGGTCCGTT 
i;^; SSRGIASFVCEYASPGK> 

■ TRANSLATION OF HUCCBAM/RIMP [ A] ^> 



210 220 230 240 250 

AGCCACTGAGGTCCGGGTGACAGTGCTTCGGCAGGCTGACAGCCAGGTGA 
TCGGTGACTCCAGGCCCACTGTCACGAAGCCGTCCGACTGTCGGTCCACT 

ATEVRVTVLRQADSQV> 
TRANSLATION OF HUCCBAM/RIMP [ A] > 

260 270 280 290 300 
CTGAAGTCTGTGCGGCAACCTACATGACGGGGAATGAGTTGACCTTCCTA 
GACTTCAGACACGCCGTTGGATGTACTGCCCCTTACTCAACTGGAAGGAT 
TEVCAATYMTGNELT FL> 
TRANSLATION OF HUCCBAM/RIMP [ A] ^> 

310 320 330 340 350 

GATGATTCCATCTGCACGGGCACCTCCAGTGGAAATCAAGTGAACCTCAC 
CTACTAAGGTAGAGGTGCCCGTGGAGGTCACCTTTAGTTCACTTGGAGTG 

DDSICTGTSSGNQVNLT> 
TRANSLATION OF HUCCBAM/RIMP [ A] > 

360 370 380 390 400 

TATCCAAGGACTGAGGGCCATGGACACGGGACTCTACATCTGCAAGGTGG 
ATAGGTTCCTGACTCCCGGTACCTGTGCCCTGAGATGTAGACGTTCCACC 



IQGLRAMDTGLY ICKV> 

TRANSLATION OF HUCCBAM/RIMP [ A] > 



410 420 430 440 450 

AGCTCATGTACCCACCGCCATACTACCTGGGCATAGGCAACGGAACCCAG 
TCGAGTACATGGGTGGCGGTATGATGGACCCGTATCCGTTGCCTTGGGTC 
ELMYPPPYYLGIGNGTQ> 
TRANSLATION OF HUCCBAM/RIMP [ A] > 



460 470 480 490 500 

ATTTATGTAATTGATCCAGAACCGTGCCCAGATTCTGACGCCTCCGCCTC 
TAAATACATTAACTAGGTCTTGGCACGGGTCTAAGACTGCGGAGGCGGAG 

lYVIDPEPCPDS DASAS> 
^TRANSLATION OF HUCCBAM/RIMP [ A] > 



510 520 530 540 550 

CGCCTCCCTGCAGTGCTACAACTGTCCTAACCCAACTGCTGACTGCAAAA 
GCGGAGGGACGTCACGATGTTGACAGGATTGGGTTGACGACTGACGTTTT 
ASLQCYNCPNPTADCK> 

TRANSLATION OF HUCCBAM/RIMP [ A] > 



560 570 580 • 590 600 
CAGCCGTCAATTGTTCATCTGATTTTGATGCGTGTCTCATTACCAAAGCT 
GTCGGCAGTTAACAAGTAGACTAAAACTACGCACAGAGTAATGGTTTCGA 
TAVNCSSDFDACLITKA> 
TRANSLATION OF HUCCBT^J^/RIMP [ A] > 



610 620 630 640 650 
GGGTTACAAGTGTATAACAAGTGTTGGAAGTTTGAGCATTGCAATTTCAA 
CCCAATGTTCACATATTGTTCACAACCTTCAAACTCGTAACGTTAAAGTT 
GLQVYNKCWKF'EHCN FN> 
. ^TRANSLATION OF HUCCBAM/RIMP [ A] ^> 



660 670 680 690 700 

CGACGTCACAACCCGCTTGAGGGAAAATGAGCTAACGTACTACTGCTGCA 
GCTGCAGTGTTGGGCGAACTCCCTTTTACTCGATTGCATGATGACGACGT 

DVTTRLRENELTYYCO 
TRANSLATION OF HUCCBAM/RIMP [ A] > 



710 720 730 740 750 
AGAAGGACCTGTGTAACTTTAACGAACAGCTTGAAAATGGTGGGACATCC 
TCTTCCTGGACACATTGAAATTGCTTGTCGAACTTTTACCACCCTGTAGG 
KKDLCNFNEQLENGGTS> 
TRANSLATION OF HUCCBAM/RIMP [ A] > 



760 770 780 790 800 

TTATCAGAGAAAACAGTTCTTCTGCTGGTGACTCCATTTCTGGCAGCAGC 



AATAGTCTCTTTTGTCAAGAAGACGACCACTGAGGTAAAGACCGTCGTCG 

LSEKTVLLLVTPFLAAA> 
TRANSLATION OF HUCCBAM/RIMP [ A] > 



810 820 830 

CTGGAGCCTTCATCCCTAAGTCGGAATTCC 
GACCTCGGAAGTAGGGATTCAGCCTTAAGG 
W S L H P *> 
TRANSLATION > 



Sequence Range: 1 to 261 



10 



20 



MGIQGGSVLFGLLLVLAVFCHSGHSLQMHVAQPAVVLASSRGIASF-/CEY 

60 70 80 90 100 

ASPGKATEVRVTVLRQADSQVTEVCAATYMTGNELTFLDDSICTGTGGGM 

110 120 130 140 150 

QVNLTIQGLRAMDTGLYICKVELMYPPPYYLGIGNGTQIYVIDPEPCPDS 

160 170 180 190 I'OO 

DASASASLQCYNCPNPTADCKTAVNCSSDFDACLITKAGLQVYNKCWFFE 

210 220 230 240 250 

HCNFNDVTTRLRENELTYYCCKKDLCNFNEQLENGGTSLSEKTVLLL7TP 

260 
FLAAAWSLHP* 



m 




Sequence Range: 1 to 672 



10 20 30 40 50 
ATGGCTCGTTTCGGATTCCGGAGCCATGGGGCTTGGCTGGAGCTTACTTC 
TACCGAGCAAAGCCTAAGGCCTCGGTACCCCGAACCGACCTCGAATGAAG 
MARFGFRSHGAWLELTS> 
TRANSLATION OF PCTLA4SEQ [A] ^> 



60 70 80 90 100 
TAGGACCTGGCCCTGTACAGCTCTGTTTTCTCTTCTCTTCATCCCTGTCT 
ATCCTGGACCGGGACATGTCGAGACAAAAGAGAAGAGAAGTAGGGACAGA 
R'TWPCTALFSLLFI PV> 
TRANSLATION OF PCTLA4SEQ [A] ' 



110 120 130 140 150 
TCTCCAAAGGGATGCACGTGGCCCAGCCTGCAGTGGTGCTGGCCAACAGC 
AGAGGTTTCCCTACGTGCACCGGGTCGGACGTCACCACGACCGGTTGTCG 
FSKGMHVAQPAVVLANS> 
■n TRANSLATION OF PCTLA4SEQ [ A] > 

160 170 180 190 200 

ril CGGGGTGTTGCCAGCTTTGTGTGTGAGTATGGGTCTGCAGGCAAAGCTGC 

M GCCCCACAACGGTCGAAACACACACTCATACCCAGACGTCCGTTTCGACG 

RGVASFVCEYGSAGKAA> 

^ TRANSLATION OF PCTLA4SEQ [ A] ^> 

"'••4 

U 210 220 230 240 250 

% CGAGGTCCGGGTGACAGTGCTGCGGCGGGCCGGCAGCCAGATGACTGAJ\G 

GCTCCAGGCCCACTGTCACGACGCCGCCCGGCCGTCGGTCTACTGACTTC 
EVRVTVLRRAGSQMTE> 
% TRANSLATION OF PCTLA4SEQ [ A] > 



260 270 280 290 300 
TCTGTGCCGCGACATATACTGTGGAGGATGAGTTGACCTTCCTTGATGAC 
AGACACGGCGCTGTATATGACACCTCCTACTCAACTGGAAGGAACTACTG 
VCAATYTVEDELTFLDD> 
TRANSLATION OF PCTLA4SEQ [ A] > 



310 320 330 340 350 
TCTACATGCACTGGCACCTCCACCGAAAACAAAGTGAACCTCACCATCCA 
AGATGTACGTGACCGTGGAGGTGGCTTTTGTTTCACTTGGAGTGGTAGGT 
STCTGTSTENKVNLTIQ> 
TRANSLATION OF PCTLA4SEQ [ A] ^> 



360 370 380 390 400 

AGGGCTGAGAGCCGTGGACACTGGGCTCTACATCTGCAAGGTGGAGCTCC 
TCCCGACTCTCGGCACCTGTGACCCGAGATGTAGACGTTCCACCTCGAGG 



GLRAVDTGLYICKVEL> 

TRANSLATION OF PCTLA4SEQ [A] > 



410 420 430 440 450 

TGTACCCACCACCCTACTATGTGGGTATGGGCAACGGGACCCAGATTTAT 
ACATGGGTGGTGGGATGATACACCCATACCCGTTGCCCTGGGTCTAJ\ATA 
LYPPPYyVGMGNGTQIY> 
TRANSLATION OF PCTLA4SEQ [A] > 



460 470 480 490 500 

GTCATTGATCCAGAACCATGCCCAGATTCTGATTTCCTGCTCTGGATCCT 
CAGTAACTAGGTCTTGGTACGGGTCTAAGACTAAAGGACGAGACCTAGGA 
VIDPEPCPDSDFLLWIL> 
TRANSLATION OF PCTLA4SEQ [ A] > 



510 520 530 540 550 

GGCAACAGTTAGTTCAGGGTTGTTTTTTTACAGCTTCCTCATCACAGCTG 
CCGTTGTCAATCAAGTCCCAACAAAAAAATGTCGAAGGAGTAGTGTCGAC 
ATVSSGLFFYSFLITA> 

TRANSLATION OF PCTLA4SEQ [A] . > 



560 570 580 590 600 
TTTCTTTGAGCAAAATGCTAAAGAAAAGAAGTCCTCTTACTACAGGGGTC 
AAAGAAACTCGTTTTACGATTTCTTTTCTTCAGGAGAATGATGTCCCCAG 
VSLSKMLKKRSPLTTGV> 
TRANSLATION OF PCTLA4SEQ [ A] ^> 



610 620 630 640 650 

TATGTGAAAAATGCCCCGACAGAGCCAGAATGTGAAAAGCAATTTCAGCC 
ATACACTTTTTACGGGGCTGTCTCGGTCTTACACTTTTCGTTAAAGTCGG 
YVKNAPTEPEC'EKQFQ P> 
TRANSLATION OF PCTLA4SEQ [ A] > 



660 670 
TTATTTTATTCCCATCAACTGA 
AATAAAATAAGGGTAGTTGACT 
Y F I P I N *> 
TRANSLATION OF > 



Sequence Range: 1 to 224 



10 



20 



30 



40 



MACLGFQRHKAQLNLAARTWPCTLLFFLLFIPVFCKAMHVJ\QPA.VVLA33 

60 70 80 90 100 

RGIASFVCEYASPGKATEVRVTVLRQADSQVTEVCAATYMTGMELTFLDD 

110 120 130 140 1:.0 

SICTGTSSGNQVNLTIQGLRAMDTGLYICKVELMYPPPYYLGIGNGTQIY 

160 170 180 190 200 

VIDPEPCPDSDFLLWILAAVSSGLFFYSFLLTAVSLSKMLKKRSPLTTGV 

210 220 
YVKMPPTEPECEKQFQPYFIPIN* 




Sequence- Range : 1 to 672 

10 20 30 40 50 
ATGGCTTGCCTTGGATTTCAGCGGCACAAGGCTCAGCTGAACCTGGCTGC 
TACCG7\ACGGAACCT7\AAGTCGCCGTGTTCCGAGTCGACTTGGACCGACG 
MACLGFQRHKAQLNLAA> 
TRANSLATION OF HCTLA4SEQ [ A] ^> 



60 70 80 90 100 

CAGGACCTGGCCCTGCACTCTCCTGTTTTTTCTTCTCTTCATCCCTGTCT 
GTCCTGGACCGGGACGTGAGAGGACAJ\AAAAGAAGAGAAGTAGGGACAGA 
R-TWPCTLLFFLLFIPV> 

TRANSLATION OF HCTLA4SEQ [A] > 



110 120 130 140 150 
TCTGCAAAGCAATGCACGTGGCCCAGCCTGCTGTGGTACTGGCCAGCAGC 
AGACGTTTCGTTACGTGCACCGGGTCGGACGACACCATGACCGGTCGTCG 
FCKAMHVAQPAVVLAS S> 
''3 TRANSLATION OF HCTLA4SEQ [A] > 

160 170 180 i9o 200 

CGAGGCATCGCCAGCTTTGTGTGTGAGTATGCATCTCCAGGCAAAGCCAC 
[.'u GCTCCGTAGCGGTCGAAACACACACTCATACGTAGAGGTCCGTTTCGGTG 
;| RGIASFVCEYASPGKAT> 
'Q TRANSLATION OF HCTLA4SEQ [ A] ^> 



□ 210 220 230 240 250 

Ci TGAGGTCCGGGTGACAGTGCTTCGGCAGGCTGACAGCCAGGTGACTGAAG 

M ACTCCAGGCCCACTGTCACGAAGCCGTCCGACTGTCGGTCCACTGACTTC 

Q E V R V T V L R Q A D S Q V T E> 

C3 TRANSLATION OF HCTLA4SEQ [ A] ^> 



260 270 280 290 300 
TCTGTGCGGCAACCTACATGACGGGGAATGAGTTGACCTTCCTAGATGAT 
AGACACGCCGTTGGATGTACTGCCCCTTACTCAACTGGAAGGATCTACTA 
VCAATYMTGNELTFLDD> 
TRANSLATION OF HCTLA4SEQ [A] > 



310 320 330 340 350 

TCCATCTGCACGGGCACCTCCAGTGGAAATCAAGTGAACCTCACTATCCA 
AGGTAGACGTGCCCGTGGAGGTCACCTTTAGTTCACTTGGAGTGATAGGT 

SICTGTS SGNQVNLTIQ> 
TRANSLATION OF HCTLA4SEQ [A] > 



360 370 380 390 400 

AGGACTGAGGGCCATGGACACGGGACTCTACATCTGCAAGGTGGAGCTCA 
TCCTGACTCCCGGTACCTGTGCCCTGAGATGTAGACGTTCCACCTCGAGT 



GLRAMDTGLYICKVEL> 
TRANSLATION OF HCTLA4SEQ [ A] 



410 420 430 440 450 
TGTACCCACCGCCATACTACCTGGGCATAGGCAACGGAACCCAGATTTAT 
ACATGGGTGGCGGTATGATGGACCCGTATCCGTTGCCTTGGGTCTAA-ATA 
MyPPPYYLGIGNGTQIY> 
TRANSLATION OF HCTLA4SEQ [ A] ■ 



460 470 480 490 500 
GTAATTGATCCAGAACCGTGCCCAGATTCTGACTTCCTCCTCTGGATCCT 
CATTAACTAGGTCTTGGCACGGGTCTAAGACTGAAGGAGGAGACCTAGGA 
VIDPEPCPDSDFLLWIL> 
TRANSLATION OF HCTLA4SEQ [ A] > 



510 520 530 540 550 
TGCAGCAGTTAGTTCGGGGTTGTTTTTTTATAGCTTTCTCCTCACAGCTG 
ACGTCGTCAATCAAGCCCCAACAAAAAAATATCGAAAGAGGAGTGTCGAC 
AAVSSGLFFYSFLLTA> 
TRANSLATION OF HCTLA4SEQ [ A] 



560 570 580 590 600 
TTTCTTTGAGCAAAATGCTAAAGAAAAGAAGCCCTCTTACAACAGGGGTC 
AAAGAAACTCGTTTTACGATTTCTTTTCTTCGGGAGAATGTTGTCCCCAG 
VSLSKMLKKRSPLTTGV> 
TRANSLATION OF HCTLA4SEQ [ A] 



610 620 630 640 650 

TATGTGAAAATGCCCCCAACAGAGCCAGAATGTGAAA-AGCAATTTCAGCC 

atacacttttacgggggttgtctcggtcttacacttttcgttaaagtcgg 
yvkmpptepec'ekqfqp> 
translation of hctla4seq [ a] ^> 



660 670 
TTATTTTATTCCCATCAATTGA 
AATAAAATAAGGGTAGTTAACT 
Y F I P I N *> 
TRANSLATION OF ^> 



Range: 1 to 224 



10 20 30 40 50 

MARFGFRSHGAWLELTSRTWPCTALFSLLFIPVFSKGMHVAQPAVVLAMS 

60 70 80 90 100 

RGVASFVCEYGSAGKAAEVRVTVLRRAGSQMTEVCAATYTVEDELTFLDD 

110 120 130 140 150 

STCTGTSTENKVNLTIQGLRAVDTGLYICKVELLYPPPYYVGMGNGTQIY 

160 170 180 190 200 

VIDPEPCPDSDFLLWILATVSSGLFFYSFLITAVSLSKMLKKPSPLTTGV 

210 220 
YVKNAPTEPECEKQFQPYFIPIN* 



..^ Sequence ' Range : 1 to 476 



10 20 30 40 50 

GAATTCCGGGGGCTGAGCGCAGAAGCGGCTCGAGGCTGGAAGAGGATCCT 
CTTAAGGCCCCCGACTCGCGTCTTCGCCGAGCTCCGACCTTCTCCTAGGA 

60 70 80 90 100 

GGGCGCCGCAGGTTCTGTGGACAATCACAATGGGAATCCAAGGAGGGTCT 
CCCGCGGCGTCCAAGACACCTGTTAGTGTTACCCTTAGGTTCCTCCCAGA 

M G I Q G G S> 
TRANSLATION OF ^> 

110 120 130 140 150 

GTCCTGTTCGGGCTGCTGCTCGTCCTGGCTGTCTTCTGCCATTCAGGTCA 
CAGGACAAGCCCGACGACGAGCAGGACCGACAGAAGACGGTAJ\GTCCAGT 

VLFGLLLVLAVFCHSGH> 
TRANSLATION OF HCD59SEQ [ A] ^> 

160 170 180 190 200 

TAGCCTGCAGTGCTACAACTGTCCTAACCCAACTGCTGACTGCAA-AACAG 
ATCGGACGTCACGATGTTGACAGGATTGGGTTGACGACTGACGTTTTGTC 
SLQCYNCPNPTADCKT> 

TRANSLATION OF HCD59SEQ [ A] ^> 



ri 210 220 230 240 250 

>-J CCGTCAATTGTTCATCTGATTTTGATGCGTGTCTCATTACCAAJi.GCTGGG 

GGCAGTTAACAAGTAGACTAAAACTACGCACAGAGTAATGGTTTCGACCC 
AVNCSSDFDACLITKAG> 
TRANSLATION OF HCD59SEQ [ A] ^> 



260 270 280 - 290 300 

TTACAAGTGTATAACAAGTGTTGGAAGTTTGAGCATTGCSATTTCAACGA 
AATGTTCACATATTGTTCACAACCTTCAAACTCGTAACGTTAAAGTTGCT 

LQVYNKCWKFEHCNFN D> 
^TRANSLATION OF HCD59SEQ [ A] ^> 

310 320 330 340 350 

CGTCACAACCCGCTTGAGGGAAAATGAGCTAACGTACTACTGCTGCAJ^GA 
GCAGTGTTGGGCGAACTCCCTTTTACTCGATTGCATGATGACGACGTTCT 

VTTRLRENELTYYCC K> 
TRANSLATION OF HCD59SEQ [ A] ^> 

360 370 380 390 400 
AGGACCTGTGTAACTTTAACGAACAGCTTGAAAATGGTGGGACATCCTTA 
TCCTGGACACATTGAAATTGCTTGTCGAACTTTTACCACCCTGTAGGAAT 
KDLCNFNEQLENGGTSL> 
TRANSLATION OF HCD59SEQ [ A] > 



410 420 430 440 450 
TCAGAGAAAACAGTTCTTCTGCTGGTGACTCCATTTCTGGCAGCAGCCTG 
AGTCTCTTTTGTCAAGAAGACGACCACTGAGGTAAAGACCGTCGTCGGAC 
SEKTVLLLVTPFLAAAW> 
TRANSLATION OF HCD59SEQ [A] > 



460 • 470 
GAGCCTTCATCCCTAAGTCGGAATTC 
CTCGGAAGTAGGGATTCAGCCTTAAG 
S L H P *> 
TRANSLATI > 



Sequence Range: 1 to 129 



10 20 3D 40 50 

MGIQGGSVLFGLLLVLAVFCHSGHSLQCYNCPNPTADCKTAVNCSSDFDA 

60 70 80 90 100 

CLITKAGLQVYNKCWKFEHCNFNDVTTRLRENELTYYCCKKDLCNFWEQL 

110 120 
ENGGTSLSEKTVLLLVTPFLAAAWSLHF* 



is 
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VECTOR CTR 
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Figure 6 Co-Culture of Jurkat cells with Vector control PAECS or with CC PAECs 
with and without PI-PLC treatment 



Sequence Range: 1 to 314 



10 20 30 40 

MTVARPSVPAALPLLGELPRLLLLVLLCLPAVWGDCGLPPDypM;-.0 

60 70 Q^^ 90 

GRTSFPEDTVITYKCEESFVKIPGEKDSV'ljCLKGSQWSDIEEFCNP 

110 120 130 140 

PTRLNSASLKQPYITQNYFPVGTVVEYECRPGYRREPSLSPKLTCL' 

160 170 180 190 

WSTAVEFCKKKSCPNPGEIRNGQIDVPGGILFGATISFSCNTGYKL 



210 220 230 240 

SSFCLISGSSVQWSDPLPECREIYCPAPPQIDNGIIQGERDHYGYF' 

260 270 280 290 

YACNKGFTMIGEHSIYCTVNNDEGEWSGPPPECRGKSLTSKVPPTV 

310 

TVNVPTTEVSPTSQ 



I 



5 7 



